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In This IssueVgll1-TEAD and YAP-TEAD: More Similar than Expected
PAGE 1135
The structure of the transcription coactivator Vgll1 in complex with transcription factor TEAD, reported by Pobbati et al.,
displays remarkable similarity to YAP-TEAD, although YAP and Vgll1 differ at the primary sequence level. The authors
show that the similarity extends beyond the structure to include some functional similarities between Vgll1-TEAD and
YAP-TEAD complexes.
Fine-Tuning Protein Ubiquitylation
PAGE 1141
The multisubunit cullin-RING ligases (CRLs) are a large class of ubiquitylation enzymes that control an array of cellular
processes. Here, Errington et al. describe a dimeric BTB/Cul3 complex of CRL3SPOP and show that the complex is activated
by high-order CRL self-assembly.Dynamic Exporting through Porins
PAGE 1154
YebF is an E. coli protein often used as a fusion tag for improved secretion/puri-
fication of heterologous targets. Here, Prehna et al. explore YebF secretion
process and reveal that the outer membrane porin OmpF is central to the
YebF export. Furthermore, YebF is shown to be a highly dynamic molecule,
an inherent property that may facilitate the secretion process.
NaV C-terminal Domain Comes into Focus
PAGE 1167
Voltage-gated Na+ (NaV) channel function is regulated by a cytosolic C-terminal
domain (CTD) through interactions with many auxiliary proteins. Now,Wang et al. determine a crystal structure of the human NaV CTD in complex with two auxiliary proteins: a fibroblast growth
factor homologous factor (FHF), and Ca2+- free calmodulin (CaM).
Helicobacter pylori pH Sense
PAGE 1177
The gastric pathogen Helicobacter pylori must navigate the harsh pH environment of the human stomach, preferably by
moving away from acid to the neutral epithelium. Here, Sweeney et al. elucidate the mechanism of H. pylori’s acid avoidance
through structural analysis of the acid-sensing portion of its chemoreceptor TlpB.Zipping through DNA
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Dda is a phage T4 helicase that unwinds DNA with exceptional efficiency with
respect to ATP turnover. In doing so, Dda can also seamlessly pass through
barriers to unwinding. The Dda-DNA costructure reported by He et al. reveals
unique features that ensure the efficient transmission of energy between the
ATP-driven engine and the site of DNA unwinding.
Ryanodine Receptor’s Hot Spot
PAGE 1201
Mutations in Ryanodine Receptor (RR) can cause life-threatening arrhythmias and
skeletal muscle disorders through mishandling of Ca2+. Here, Yuchi et al. present
structures of a domain in RR that is the target for both diseasemutations and phos-
phorylation events. The study shows that phosphorylation and disease mutations
have much in common.Flexibility in DNA ligase IV
PAGE 1212
DNA ligase IV (LigIV) is a key protein in DNA double strand break repair by nonhomologous end joining. Ochi et al. report
a crystal structure of a LigIV subdomain, explaining the roles of residues relevant for LIG4 syndrome. Additionally, SAXS
and SEC studies of the LigIV/XRCC4 complex with XLF-Cernunnos show that the flexibility of the catalytic region is limited
in a manner that affects the formation of the LigIV/XRCC4/XLF-Cernunnos complex.Structure 20, July 3, 2012 ª2012 Elsevier Ltd All rights reserved v
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In This IssueThe Power of Adaptors
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In bacteria, the conserved AAA+ protease ClpXP often uses adaptor proteins to
prioritize substrate choice. Here, Rood et al. solve the structure of an adaptor-
substrate pair with unique architecture that ensures complete proteolysis of
multidomain proteins and explain how oligomerization domains serve to
expand the substrate profile of specific adaptors.
Intimins and Invasins
PAGE 1233
Intimins and invasins are virulence factors that use N-terminal b-domains for
embedding in the outer membrane. Here, Fairman et al. solve the structures
of an intimin and an invasin b-domain. They identify 146 nonredundant repre-
sentative members of the intimin/invasin family and map the evolutionarily con-
strained residues within the b-domain.How Autophagy Essential Conjugates Are Made
PAGE 1244
Atg12-Atg5 conjugate is essential for authophagy and is formed by the ubiquitin-like Atg12 conjugation system. Here, Yama-
guchi et al. report structures of Atg10 and Atg5 homologs from a thermotolerant yeast and show that Atg10 recognizes Atg5
directly. The unique structural features enable Atg10 to mediate the formation of the Atg12-Atg5 conjugate without a specific
E3 enzyme.Internalizing Water at the Active Site
PAGE 1255
Membrane-immersed proteases hydrolyze greasy transmembrane segments
within the cell membrane. How water is made available for catalysis in a hydro-
phobic environment has remained unresolved. Zhou et al. combine MD simula-
tions with in vitro and cell-based assays to demonstrate the existence of a new
active site element, the water-retention site, which supplies water for catalysis
in these enzymes.
Watching MutS on Mismatched DNA
PAGE 1264
Cho et al. directly visualized MutS on a 15.3 kb DNA containing a defined
mismatch. Real-time tracking of individual MutS particles revealed the sequen-
tial diffusion dynamics of MutS during mismatch searching, mismatch binding,
and sliding clamp formation and show that ATP binding alters the diffusion
mechanism of MutS.Breathing without Oxygen
PAGE 1275
Certain bacteria are able to use minerals and metals in place of oxygen during respiration by coating their cell surfaces with
cytochromes. Edwards et al. solve a structure of UndA, an 11-heme cytochrome, and provide evidence that cytochromes
have affinity for different types of soluble iron, meaning that the bacteria could also have preferences for different minerals
or metals.All rights reserved
